Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.001 Å; R factor = 0.048; wR factor = 0.136; data-to-parameter ratio = 33.0.
Related literature
For the biological activity of benzimidazole derivatives, see: Demirayak et al. (2002) ; Minoura et al. (2004) ; Pawar et al. (2004) ; Tomei et al. (2003) . For related structures, see: Eltayeb et al. (2007a,b,c) . For bond-length data, see: Allen et al. (1987) . For the stability of the temperature controller used in the data collection, see: Cosier & Glazer (1986) .
Experimental
Crystal data C 20 H 16 N 2 O 2 M r = 316.35 Monoclinic, P2 1 =n a = 10.5128 (2) Å b = 12.1096 (2) Å c = 12.5235 (2) Å = 96.948 (1) V = 1582.61 (5) Å 3 Z = 4 Mo K radiation = 0.09 mm À1 T = 100 K 0.55 Â 0.34 Â 0.15 mm
Data collection
Bruker SMART APEXII CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2005) T min = 0.954, T max = 0.987 34106 measured reflections 7426 independent reflections 6004 reflections with I > 2(I) R int = 0.040 Refinement R[F 2 > 2(F 2 )] = 0.048 wR(F 2 ) = 0.136 S = 1.05 7426 reflections 225 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.51 e Å À3 Á min = À0.29 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) x þ 1 2 ; Ày þ 3 2 ; z À 1 2 ; (ii) Àx þ 1; Ày þ 1; Àz þ 1; (iii) x À 1 2 ; Ày þ 1 2 ; z þ 1 2 ; (iv) Àx þ 1; Ày þ 1; Àz. Cg1 is the centroid of the ring C1-C6.
Data collection: APEX2 (Bruker, 2005) ; cell refinement: SAINT (Bruker, 2005) ; data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 The synthesis of benzimidazoles has received much attention owing to the varied biological activities such as antidiabetic (Minoura et al., 2004) , antimicrobial, antifungal (Pawar et al., 2004) , antiviral (Tomei et al., 2003) , and anticancer (Demirayak et al., 2002) properties exhibited by a number of derivatives of these compounds. In continuation of our structural study of benzimidazole derivatives (Eltayeb et al. 2007a,b,c) , we describe in this paper the crystal structure of the title compound (I).
In (I) ( Fig. 1 ), the bond lengths and bond angles are normal (Allen et al., 1987) . The benzimidazole unit is planar with the maximum deviation from planarity of 0.0403 (9) Å for atom C3. The dihedral angle formed by the benzimidazole unit with the two benzene rings (C8-C13 and C15-C20) are 56.55 (3)° and 81.65 (4)° respectively. The two benzene rings (C8-C13 and C15-C20) are inclined to each other forming a dihedral angle of 72.54 (4)°.
In the crystal, intermolecular O-H···O, O-H···N hydrogen bonds (Table 1) link the molecules into layers parallel to the (101) plane. The crystal packing exhibits also weak C-H···O and C-H···π interactions (Table 1) .
Experimental
To a solution of o-phenylenediamine (0.216 g, 2 mmol) in ethanol (30 ml) was added 3-hydroxybenzaldehyde (0.488 g, 4 mmol). The mixture was refluxed with stirring for half an hour. The resultant yellow solution was filtered. Crystals suitable for XRD were formed after several days of slow evaporation of solvent at room temperature.
Refinement
H atoms were positioned geometrically [C-H = 0.93-0.97 Å] and refined using a riding model with U iso (H) = 1.2U eq (C).
The O-bound H atoms were located on a Fourier map and were refined isotropically. (Cosier & Glazer, 1986) operating at 100.0 (1) K. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1 0.60369 (7) 0.60548 (5) 0.04595 (5) 0.01932 (13) O2 0.21201 (7) 0.70928 (6) Symmetry codes: (i) x+1/2, −y+3/2, z−1/2; (ii) −x+1, −y+1, −z+1; (iii) x−1/2, −y+1/2, z+1/2; (iv) −x+1, −y+1, −z.
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